is age-matched (24-44 months old) wild-type zebrafish and on bottom left is the zebrafish
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(+/-) tumor tissue, morphological tissue analysis of toluidine blue stained sections shows a dramatic loss of differentiated germ cells. On the top right for comparison is a healthy human testis and bottom right is a human seminoma.
Supplementary Figure 3.
Ciliary structures adjacent to germ cell syncytium intercellular bridges from high resolution images of wild-type zebrafish male gonads. Spermatogonial stem cells commit to the development of spermatozoa via sequential steps of proliferation and differentiation after initial asymmetric cell division. A hallmark feature of spermatogonial derived early germ cell is the presence of intercellular bridges, concomitant from prematurely blocked cytokinesis followed by intercellular bridge stabilization. Presented are two gonadal sections displaying two adjacent male germ cell associated through intercellular bridges. Intriguingly, we observed presence of ciliary structures in the immediate vicinity of intercellular bridges. As the sections are ultrathin, only one of either cilium is visible as the corresponding cilium or centrosome is not in the same plane. A: The lower cell 2 shows mother and daughter centrioles where microtubules emanating from the mother centriole extend into a structure reminiscent of the primary vesicle (insert**). In cell 1, one centriole can be observed in the same plane B: Cell 2 shows presence of a cilium clearly featured by an axonemal structure composed of a membrane wrapped microtubule structure. Cell membranes are indicated in yellow.
Supplementary Table 1. Gene Set Enrichment Analysis (GSEA) of rare disruptive mutations, which shows a significant association for familial TGCT with cilia-microtubule function. Shown are the genes contributing to the leading edge of the top 5 pathways ranked based on enrichment score. Only the ciliamicrotubule gene set was significant (i.e. Q value < 0.1). The genes displayed are those that contribute to the leading edge of each gene set, the value in each cell is the -log 10 (T1 test P-value) used in the ranking for GSEA. Genes with values greater than 1.0 are shown. Please note while gene sets "Reactome loss of nlp from mitotic centrosomes" and "Reactome recruitment of mitotic centrosome" do not differ in terms of leading edge genes, they are different gene sets overall, with the latter being a larger set and hence the association is less significant.
Cilia-microtubule function 0.01 2.8 2.3 1.8 1.7 1.4
Reactome loss of nlp from mitotic centrosomes 0.11 1.4 2.6 1.8 1.7 1.4 1.1 1.1
Reactome recruitment of mitotic centrosome proteins and complexes 0.34 1.4 2.6 1.8 1.7 1.4 1.1 1.1
Chromosome segregation 0.37 1.9 1.8 1.7 1.7 1.4
Reactome glutathione conjugation 0.34 3.9 1.4 1.1 Oligo sequence (5'-3') Oligo name Gene
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